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detection of critically ill patients. Most critical care patients
required mechanical ventilation and had a high case-fatality
rate.
PP-072 Comparative analysis of epidemiological and
clinical characteristics with mild and severe
inﬂuenza A (H1N1)
A.-R. Hu1 *, X.-Y. Liang1, W.Y. Xuan1, S.-W. Jiang1. 1Ningbo
Infectious Diseases Hospital, China
Objective: To comparatively analyze the epidemiological
and clinical characteristics of patients with severe
inﬂuenza A (H1N1).
Methods: The clinical data were analyzed retrospectively
from September 25, 2009 to November 23, 2009. Mild
patients were 33 cases and severe patients were 32 cases.
Results: Patients in the 2 groups were mainly young people.
The average age of mild group was 20.5±9.5 years old
vs 26.5±20.0 years old in severe group. Occupational
distribution of the 2 groups was mainly young staff and
students. Fever, cough, expectoration and fatigue were
prominent and characteristic features of the disease. The
ratio of hyperpyrexia (39ºC) and the duration of fever
were statistically signiﬁcant difference. There were no chest
tightness, shortness of breath and vomiting in mild group. All
patients in the 2 groups had throat congestion. No patients
in mild group had complication, 24 cases in severe group
had pneumonia and 8 cases had bronchial pneumonia. The
ratio of abnormal of WBC count and absolute neutrophil
count were statistically non-signiﬁcant difference, but the
abnormal of CK, LDH and liver function were statistically
signiﬁcant difference. All patients in severe group had
abnormal chest X-ray examinations vs normal in mild group.
All patients were successfully cured and discharged from
hospital by oseltamivir phosphate capsules, Chinese patent
medicine (Tanreqing injection) and symptomatic treatment.
There were statistically signiﬁcant difference of average
hospital stay in the 2 groups.
Conclusion: Patients with inﬂuenza A (H1N1) are mainly
young people. The complications of severe inﬂuenza A
(H1N1) are pneumonia, heart damage and liver function
abnormal and the process of the disease is in a extremely
dangerous state. Though the ratio is declining, early
detection, intensive care and active treatment should
be all the same taken. Traditional Chinese medicine has
comparative advantage and should be promoted.
PP-073 An analysis of the clinical features of A/H1N1
inﬂuenza infection
C.R. Zhang1 *, J.C. Lin1, M. Li1, H. Zhou1, W.L. Cui1. 1Huang
Pu Hospital of the First Afﬁliated Hospital, Sun Yat-sen
University, China
Objective: To reduce stuffs and patients being infected in
hospitals, the clinical features of A/H1N1 inﬂuenza infection
were studied.
Methods: The clinical data of 17 patients with A/H1N1
inﬂuenza were made a retrospectively investigation in June
2009, the data included the change of body temperature,
blood routine and chest X-rays check, 18 patients with
ordinary inﬂuenza were studied as the control group.
Results: There were not signiﬁcant difference for the
change of body temperature, blood routine (P> 0.05). The
chest X-rays check were normal in the two groups. All
patients were conﬁrmed positive for A/H1N1 RNA when they
had fever, and were negative for A/H1N1 RNA when they
had no fever in the A/H1N1 inﬂuenza group, those patients
with ordinary inﬂuenza were all negative for A/H1N1 RNA
when they had or not fever. These patients with A/H1N1
inﬂuenza or ordinary inﬂuenza had no complications, and
all had good prognosis.
Conclusion: A/H1N1 inﬂuenza did not have any special
clinical manifestations compared with ordinary inﬂuenza.
PP-074 Small interfering RNA (siRNA) mediated
inhibition of inﬂuenza A virus replication in
mammalian cell line
B. Kumar1 *, P. Kumar1, R. Rajput1, M. Khanna1.
1Department of Respiratory Virology, Vallabhbhai Patel
Chest Institute, University of Delhi, India
Background: Inﬂuenza A virus, since time immemorial, has
posed an acute worldwide threat to human health and
has been the cause of frequent epidemics and reoccurring
pandemics. Various RNA interference (RNAi) studies have
been carried out for the RNA-mediated RNA degradation in
a sequence-speciﬁc manner. NS1 gene of inﬂuenza viruses
plays a crucial role in inhibiting the interferon-mediated
responses in the host.
Methods: We have studied the viral replication inhibition
using siRNAs targeted against the conserved regions of the
NS1 gene of inﬂuenza A Virus. The NS1 gene was cloned in
pSecTag 2A vector and was co-transfected with 30, 40 and
50 pmoles of the designed siRNAs in MDCK cells. The same
concentrations of siRNAs were also transfected with the
whole virus (Inﬂuenza A/PR/8/34) to study the inhibition of
replication. RT-PCR and Real-time RT-PCR assays followed
by western blot analysis were performed to detect the
inhibition of the expression of NS1 gene.
Results: All the tests conﬁrmed an increase in inhibition
of the expression of NS1 gene with an increase in the
concentration of siRNA. The maximum inhibition (75%) of
the virus replication was observed at 50 pmoles of siRNA.
Conclusion: Our study demonstrates that siRNA is able to
cleave the target RNA at simulated physiological condition in
a sequence speciﬁc manner. An increase in down-regulation
of the cloned NS1 gene as well as a signiﬁcant protection
against inﬂuenza virus infection in MDCK cells was observed
with an increase in siRNA concentration from 30 50 pm.
The maximum inhibition of gene expression as well as viral
replication inhibition was observed at 50pm concentration
of siRNA.
PP-075 Expression of neuraminidase protein of H1N1
swine-origin inﬂuenza A virus (S-OIV) in insect
cells with a baculovirus expression system
H. Song1,2 *, Q. Wang1, Y. Li1, D. Zhang2, J. Cheng1.
1Department of Infectious Diseases, Beijing Ditan Hospital,
Capital Medical University, Beijing, China, 2College of
Veterinary Medicine, Northwest A&F University, Yangling,
China
Objective: To construct the recombinant baculovirus
expressing 2009 pandemic H1N1 swine-origin inﬂuenza A
virus (S-OIV) Neuraminidase (NA) gene in insect cell.
Methods: The NA gene of Inﬂuenza A virus [A/California/
VRDL98/2009 (H1N1)] was cloned into pGEM-T easy
vector and then was ligated into baculovirus donor
plasmid pFastBacHTa after cutting by EcoRI and
Hind III. pFastBacHTa-NA was subsequently transformed
into DH10Bac E. coli competent cells, which contained the
baculovirus shuttle vector (Bacmid) and the helper plasmid
to generate a recombinant bacmid. The recombinant
baculovirus stock was prepared by transfecting the
recombinant bacmid DNA into the Sf9 insect cell for protein
expression after ampliﬁcation. Sodium dodecyl sulfate-
polyacrylamide gel electrophoresis (SDS-PAGE) and Western
blotting were performed to identify the antigenicity of the
recombinant protein.
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Results: The NA gene was successfully expressed in Sf9
insect cell. The recombinant his-NA protein was expressed
in the insect cells with a relative molecular mass of 52 kDa.
Western blotting demonstrated that the recombinant his-
NA could be recognized and bound by anti-his monoclonal
antibody and the convalescent sera of patients who have
recovered from S-OIV infection.
Conclusion: Our results indicated that the recombinant
neuraminidase with a post-translation modiﬁcation was
successfully expressed obtained in insect cells, which
might provide a potential resource for further study of
its biological function.
PP-076 The distribution of pathogens in ICU patients
with serious H1N1 inﬂuenza A infection at
lower respiratory tract and bacteria resistant
analysis
B.M. Chen1 *, L.H. Song1, J.J. Li1. 1Beijing Ditan hospital,
China
Background: To understand the distribution of pathogens
in ICU patients with serious H1N1 inﬂuenza A infection at
lower respiratory tract and bacteria resistant analysis, in
order to ﬁnd better way for prevention from its infection.
Methods: Bacteriological analysis of sputum was done from
patients with serious H1N1 inﬂuenza A at our ICU from
Oct. 2009 to Jan. 2010 using BD100 Microbial Identiﬁcation
Analyzer.
Result: 37 out of 50 cases with serious H1NI inﬂuenza A were
suffered from lower respiratory tract bacterial infection.
Infection rate was 74%. 15 cases died, mortality rate
was 30% (15/50). 58 pathogenic strains were isolated
from sputum of 50 patients. First of ranking was
G( ) bacillus with 26 strains (44.8%), followed by fungi
16 (27.6%), then G(+) coccus 12 (20.7%), G( ) coccus
4 (6.9%). The top four in order among G( ) bacillus were
Acinetobacter baumannii [9 strains, accounted for 34.6% in
G( )], Stenotrophomonas maltophilia (4, 15.4%), Klebsiella
(4, 15.4%) and Escherichia coli (2, 7.7%). Most fungi
detected were Candida albicans (12 strains, 75%), followed
by Aspergillus fumigatus (4, 25%). Enterococcus ranked
ﬁrst, followed by Staphylococcus. There were 4 Moraxella
catarrhalis of G( ) cocci. 1 out of 3 Staphylococcus was
MRSA. 9 strains Acinetobacter baumannii were all pan-
resistant. 1 out of 4 Klebsiella produced ESBL (+). 1 out of 2
Escherichia coli produced ESBL (+). Susceptibility test
indicated that all Acinetobacter baumannii were sensitive
only to polymyxin; Stenotrophomonas maltophilia only
sensitive to levoﬂoxacin and sulfamethoxazole; Moraxella
catarrhalis sensitive only to Tulathromycin.
Conclusion: Lower respiratory tract infections in ICU
patients with serious H1NI inﬂuenza A were caught mainly
by Acinetobacter baumannii, Candida albicans, Moraxella
catarrhalis respectively. Therefore, strengthening health
care hand hygiene and enhancing standard protection, using
antibiotics rationally, doing correct clinical work for ICU
patients in preventing and controlling lower respiratory
tract infection is all extremely important.
PP-077 Risk factors associated with severe inﬂuenza in
tropical Singapore
S. Sandar1 *, A. Chow1, D. Lye2, T. Barkham3, Y.-S. Leo2.
1Department of Clinical Epidemiology, Tan Tock Seng
Hospital, Singapore, 2Department of Infectious Disease,
Tan Tock Seng Hospital, Singapore, 3Department of
Laboratory Medicine, Tan Tock Seng Hospital, Singapore
Objectives: Inﬂuenza circulates year-round in tropical
Singapore. However, the burden of inﬂuenza remains under-
appreciated. We aim to identify risk factors associated with
severe inﬂuenza in patients admitted to a 1,200-bedded
adult tertiary-care hospital.
Methods: Patients with respiratory samples tested positive
for inﬂuenza, via polymerase chain reaction (PCR), within 48
hours of hospitalisation, were included in the study. Socio-
demographic, clinical, and laboratory data were collected
via retrospective case review.
Results: From January to December 2008, 205 patients had
a positive inﬂuenza PCR test. Of these, 37 (18%) had severe
inﬂuenza (admission to an intensive care unit or death).
On univariate analysis, age 65 years (Odds ratio[OR] 2.2,
95% Conﬁdence Interval[CI] 1.0 5.1), presence of a pre-
existing medical condition (OR 1.9, 95%CI 0.8 5.5), and
clinical features of altered mentation (OR 17.1, 95%CI
6.5 45.0), hypotension (systolic blood pressure <90 mmHg)
(OR 2.8, 95%CI 1.0 7.8), tachycardia (pulse rate >100/min)
(OR 3.4, 95%CI 1.4 9.0), and poor oxygen saturation <90%
(OR 11.3, 95%CI 2.8 53.7) at presentation to hospital, were
signiﬁcantly associated with severe inﬂuenza. However,
patients with severe illness were less likely to present with
fever (OR 0.1, 95%CI 0.1 0.3), and respiratory symptoms
(OR 0.1, 95%CI 0 0.2) than those without. On multivariate
analysis, a medical history of hypertension (OR 3.0, 95%CI
1.4 6.4), myocardial infarction (OR 3.5, 95%CI 1.2 9.7),
and malignant solid tumour (OR 3.8, 95%CI 1.1 13.0),
and an altered mentation (OR 14.8, 95%CI 5.1 42.9) were
independent risk factors for severe inﬂuenza.
Conclusion: Patients with hypertension, myocardial
infarction, malignant solid tumour, and those who presented
with an altered mentation, were at increased risk of severe
inﬂuenza. Inﬂuenza vaccination is strongly encouraged in
patients with such underlying medical conditions. Patients
with altered mentation should also be closely monitored for
severe illness.
PP-078 Activation of immune cells against inﬂuenza
virus by the viral epitope fused to protein
transduction domain of Tat of HIV
P. Kumar1 *, B. Kumar1, A. Banerjea2, M. Khanna1.
1Department of Respiratory Virology, Vallabhbhai Patel
Chest Institute, University of Delhi, Delhi-110007, India,
2Virology Lab, National Institute of Immunology, Jawahar
Lal Nehru University Campus, New Delhi-110067, India
Background: Inﬂuenza viruses continue to pose a severe
threat worldwide, causing thousands of deaths and
enormous socio-economic loss. The major problem in
ﬁghting inﬂuenza virus is the high genetic variability
which allows the virus to infect new host species and
quickly overcome protective immunity. Vaccination with
viral epitope, conserved in all the types and sub-types of
inﬂuenza A virus, may counter the virus infection.
Methods: The study was carried out in which the protein
transduction domain (PTD) of Tat protein of human
immunodeﬁciency virus (HIV) was fused to the epitopic
segment of the matrix gene of inﬂuenza A virus as the
PTD domain is known to deliver the peptides 10 kDa
into the eukaryotic cells without the assistance of any
external agent. The fused oligo was cloned in pSecTag2A and
expressed in MDCK cell line. The fusion protein was isolated,
puriﬁed and expressed on antigen presenting cells (APCs) to
generate immune response against the virus infected cells.
Results: We have shown that the APCs expressing the
fusion protein generated the cytotoxic T lymphocytes (CTLs)
when co-incubated with the cultured naive T cells. When
the sensitized APCs were given intra-peritoneally (i.p.) in
Balb/c mouse and further instilled with inﬂuenza A virus
[A/PR/8/34 (H1N1)], reduced viral plaque count in lung
tissues was observed. The real time RT PCR assay also
